ABSTRACT Here, we present a comprehensive transcriptomics data set of Brugia malayi, its Wolbachia endosymbiont wBm, and its vector host. This study samples from 16 stages across the entire B. malayi life cycle, including stage 1 through 4 larvae, adult males and females, embryos, immature microfilariae, and mature microfilariae.
B
rugia malayi is the laboratory model for lymphatic filariasis, one of the most prevalent vector-borne parasitic diseases (1) with more than 856 million individuals at risk in regions of endemicity (2) . Here, we present transcriptomic data for B. malayi, its Wolbachia endosymbiont wBm, and the vector host across the entire B. malayi life cycle.
B. malayi were isolated using National Institute of Allergy and Infection Diseases/ National Institutes of Health (NIAID/NIH) Filariasis Research Reagent Resource Center (FR3) protocols (www.filariasiscenter.org); all animal care and use protocols were approved by the University of Wisconsin Oshkosh Institutional Animal Care and Use Committee (UWO IACUC). All samples were flash frozen in liquid nitrogen and stored at Ϫ80°C before RNA isolation. Aedes aegypti black-eyed, Liverpool-strain mosquitoes were fed on FR3-strain microfilaremic cat blood. Infective third-stage B. malayi larvae (L3) were isolated from whole mosquitoes in bulk and used for infections. Thoraces of infected mosquitoes were collected 18 h postinfection (hpi), 4 days postinfection (dpi), and 8 dpi (Table 1) . Male gerbils (Meriones unguiculatus) 3 months old or older from Charles River Laboratories were infected with bulk-purified L3s injected into the peritoneal cavity with sample collection at the required times by terminal worm recovery (Table 1) . Eggs and embryos were obtained by cutting adult females and removing uterine tissue using forceps (3).
For RNA isolations, a 3:1 volume of TRIzol was added to mammalian-stage samples, and 1 ml of TRIzol was added per 50 to 100 mg mosquito tissue. We added ␤-mercaptoethanol (1%), and the tissues were homogenized using a bead beater and a TissueLyser at 50 Hz for 5 min and then centrifuged at 12,000 ϫ g in a fresh tube for 10 min at 4°C. After incubation at room temperature for 5 min, 0.2 volumes of chloroform were added. The samples were shaken by hand for 15 s, incubated at room temperature for 3 min, loaded into a prespun Phase Lock Gel heavy tube, and centrifuged at 12,000 ϫ g for 5 min at 4°C. The upper phase was extracted, 1 volume of 100% ethanol was added, and the sample was purified on a PureLink RNA minicolumn Ultra directional RNA library prep kit. For eukaryotic mRNA, the NEBNext poly(A) mRNA magnetic isolation module was used. For prokaryotic mRNA, rRNA and poly(A) reductions were performed as previously described (4, 5) . SPRIselect reagent was used for cDNA purification and size selection, a 7-nucleotide index was added by PCR amplification, and 100-bp paired-end reads were generated with an Illumina HiSeq 2500 instrument. B. malayi and wBm Agilent SureSelect custom bait libraries were designed and used, when necessary, as previously described (6), on poly(A)-selected and total RNA libraries, respectively. These transcriptomics data form a rich data set that will be of immense value to the filarial nematode and Wolbachia research communities for analyzing gene expression as well as structural annotation of nematode and endosymbiont transcripts.
Data availability. The data sets supporting the results of this article are available in the Sequence Read Archive (SRA) repository ( Table 1 ). The A. aegypti and B. malayi sequencing reads are available under accession number SRP068692, and the wBm sequencing reads are available under accession number SRP068711.
